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FIG. 29 
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FIG. 32 
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Figure 33 



Nucleotide and Amino Acid Sequences of ILT3 

1 a + 3 atccccaccttcacggctctgctctgcctcgggctgagtctg 
Ml pTFTALLCLGLSL 
4 6 ggccccaggacccaca tgcaggcagggcccctccccaaacccacc 

GPRTHMQAGPLPKPT 
91 ctctgggctgagccaggctctgtgatcagctgggggaactctgtg 
LWAEPGSVISWGNSV 
136 accatctggtgtcaggggaccctggaggctcgggagtaccgtctg 

TIWCQGTLEAREYRL 
181 ga t aaagaggaaagcccagcaccct gggacagacagaacccact g 

DKEES PAPWDRQNPL 
226 gagcccaagaacaaggccagattct ccat cccatcca t gacagag 

EPKNK ARFSIPSMTE 
271 gactatgcagggagataccgctgttactatcgcagccctgtaggc 

DYAGRY R CYYRS PVG 
316 tggtcacagcccagtgaccccctggagctggt gatgacaggagcc 

WSQ PSDPLELVMTGA 
3 61 tacagtaaacccaccct ttcagccctgccgagtcct cttgtgacc 

YSKPTLSALPSPLVT 
406 t caggaaagagcgtgaccctgct gt gtcagtcacggagcccaatg 

SGKSVTLLCQSRSPM 
451 gacactttccttctgatcaaggagcgggcagcccatcccctactg 

DTF L L I KER AAHP LL 
496 catctgagatcagagcacggagctcagcagcaccaggctgaattc 

HLRS EHGAQQHQAEF 
541 cccatgagtcctgtgacctcagtgcacggggggacctacaggtgc 

PMS P VT S VHGGTYRC 
58 6 ttcagctcacacggcttctcccactacctgctgtcacaccccagt 

FSSHGFSHYLLSHPS 
63 1 gaccccctggagct catagtct caggatccttggagggtcccagg 

DPLELIV SGSLEGPR 
67 6 ccct cacccacaaggt ccgtct caacagct gcaggccctgaggac 

PSPTRSVSTAAGPED 
721 cagcccctcatgcctacagggtcagtcccccacagtggtctgaga 

QPLMPTGSVPH SGLR 
1 66 aggcactgggaggtactgatcggggtcttggtggtctccatcctg 

RHWEVLIGVLVVS IL 
811 ctt ctctccctcctcctct tcctcctcctccaacactggcgtcag 

LLSLLLFLLLQHWRQ 
856 ggaaaacacaggacattggcccagagacaggctgatttccaacgt 

GKHRTLAQRQADFQR 
901 cctccaggggctgccgagccagagcccaaggacgggggcctacag 

P PGAAE P EPKDGG LQ 
946 aggaggtccagcccagct gctgacgtccagggagaaaact t ctgt 

RRSS PAADVQGENFC 
991 gctgccgtgaagaacacacagcctgaggacggggtggaaatggac 
AAVKNTQPEDGVEMD 
1036 actcggagcccacacgatgaagacccccaggcagtgacgtatgcc 

TRSPHDEDPQAVTYA 
1081 aaggtgaaacactccagacctaggagagaaatggcctc tcct ccc 

KVKH S R P RREM AS P P 
1126 tccccactgtctggggaattcctggacacaaaggacagacaggca 

SP LSGEFLDTKDRQA 
1171 gaagaggacagacagatggacactgaggctgctgcatctgaagcc 

EEDRQMDTEAAASEA 
1216 ccccaggatgtgacctacgcccagctgcacagctttaccctcaga 

PQDVTYAQLHSFTLR 
1261 cagaaggcaactgagcctcctccatcccaggaaggggcctctcca 

QKATEPPPSQEGASP 
1306 gctgagcccagtgtctatgccactctggccatccactaa 1344 
AEPSVYA TLAIH* 
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Figure 34A 



Nucleotide and Amino Acid Sequences of ILT4 

1 a4^i acccccatcgtcacagtcctgat ctgtctcgggctgagtctg 

MTPIVTVLICLGLSL 
4 6 ggccccaggacccgcgtgcagacagggaccatccccaagcccacc 

GPRTRVQTGTI P KPT 
91 ctgtgggctgagccagactctgtgatcacccaggggagtcccgtc 

LWAEPD SVITQGSPV 
136 accctcagttgtcaggggagccttgaagcccaggagtaccgtcta 

TLS CQGSLEAQEYRL 
181 tatagggagaaaaaatcagcatcttggattacacggatacgacca 

YREKKSASWITRIRP 
226 gagcttgtgaagaacggccagttccacatcccatccatcacctgg 

ELVKN GQFH I PS I TW 
271 gaacacacagggcgatatggctgtcagtattacagccgcgctcgg 

EHTGRYGCQYYS RAR 
316 tggtctgagctcagtgaccccctggtgctggtgatgacaggagcc 

WSELS DPLVLVMTGA 
361 tacccaaaacccaccctctcagcccagcccagccctgtggtgacc 

YPKPTLSAQPSPVVT 
406 tcaggaggaagggt-gaccctccagtgtgagtcacaggtggcattt 

SGGRVTLQCESQVAF 
451 ggcggcttcattctgtgtaaggaaggagaagatgaacacccacaa 

GGFILCKEGEDEHPQ 
4 96 tgcctgaactcccagccccatgcccgtgggtcgtcccgcgccatc 

CLN SQ PHARGSS RAI 
541 ttctccgtgggccccgtgagcccgaatcgcaggtggtcgcacagg 

FSVGPVSPNRRWSHR 
586 tgctatggttatgacttgaactctccctatgtgtggtcttcaccc 

CYGYDLNSPYVWSSP 
631 agtgatctcctggagctcctggtcccaggtgtttctaagaagcca 

S DL L E L LVP GV S K KP 
- 67 6 tcactctcagtgcagccgggtcctgtcatggcccctggggaaagc 

SLSVQPGPVMAPGE S 
721 ctgaccctccagtgtgtctctgatgtcggctatgacagatttgtt 

LTLQCVSDVGYDRFV. 
766 ctgtacaaggagggggaacgtgaccttcgccagctccctggccgg 

LYK E G E RDL RQ L P GR 
811 cagccccaggctgggctctcccaggccaacttcaccctgggccct 

QPQAGLSQANFTLGP 
856 gtgagccgctcctacgggggccagtacagatgctacggtgcacac 

VSRSYGGQYRCYGAH 
901 aacctctcctctgagtgctcggcccccagcgaccccctggacatc 

NLSSECSAPSDPL DI 
94 6 ctgatcacaggacagat ccgtggcacacccttcatctcagtgcag 

LITGQIRGTPFI SVQ 
991 ccaggccccacagtggcctcaggagagaacgtgaccctgctgtgt 

PGPTVASGENVTLLC 
1036 cagtcatggcggcagttccacactttccttctgaccaaggcggga 

QSW RQ F.HT F L LT K A G 
1081 gcagctgatgccccactccgtctaagatcaatacacgaatatcct 

AADAP LRLRS I HEYP 
1126 aagtaccaggctgaattccccatgagtcctgtgacctcagcccac 

KYQAEFPMS PVTSAH 
1171 gcggggacctacaggtgctacggctcactcaactccgacccctac 

AGTYRCYGS LNSDPY 
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Figure 34B 



1216 ctgctgtctcaccccagtgagcccctggagctcgtggtctcagga 

LLSHPSEPLELVVSG 
1261 ccctccatgggttccagccccccacccaccggtcccatctccaca 

P'SMGSSPPPTGPIST 
1306 cctggccctgaggaccagcccctcacccccactgggtcggatccc 

PGPED QPLTPTGSDP 
1351 caaagtggtctgggaaggcacctgggggttgtgatcggcatcttg 

QSGLGRHLGVVI GIL 
1396 gtggccgtcgtcctactgctcctcctcctcctcctcctcttcctc 

VAVVL L L L L L L L LFL 
1441 atcctccgacatcgacgtcagggcaaacactggacatcgacccag 

ILRHRRQGKHWTSTQ 
148 6 agaaaggctgatttccaacatcctgcaggggctgtggggccagag 

RKAD FQH PAGAVGPE 
1531 cccacagacagaggcctgcagtggaggtccagcccagctgccgac 

PTDRGLQWRS S PAAD 
1576 gcccaggaagaaaacct ctatgctgccgtgaaggacacacagcct 

AQEEN LYAAVKDTQP 
1621 gaagatggggtggagatggacactcgggctgctgcatctgaagcc 

EDGVEMDT RAAASEA 
1666 ccccaggatgtgacctacgcccagctgcacagcttgaccctcaga 

pq'dvtyaqlhs LTLR 
1711 cggaaggcaactgagcctcctccatcccaggaaagggaacctcca 

RKATEPPP SQEREPP 
1756 gctgagcccagcatctacgccaccctggccatccactag 1794 

AEP SIYATLAIH * 
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Figure 35 
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Figure 36 
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Figure 37 




